The supplementary information consists of twenty-six pages Table S1 . Templates and primers used to prepare mutated constructs within the chicken AHR1 LBD. Bold fonts in the primer sequences indicate the nucleotides that resulted in site-specific mutations in the amplicon.
1
The 2A-1 mutant construct was not used in the LRG assay; it was used as a template for the synthesis of six other mutants. pheasant and quail exposed to TCDD and PeCDF are from our previous report (Farmahin et al., 2012) . (Thiel et al., 1988) ; e (Powell et al., 1998) ; f (Head et al., 2008) ; g (Hoffman et al., 1998) 21 22 Table S6 .
The percent identity and E-values among avian AHR1 LBDs and 23
1P97 and 2A24. For example, the E-value for chicken AHR1 LBD alignment to 24 1P97, which indicates the probability that the alignment occured by chance, is 8.9 25 X 10 -42
. Chicken, ring-necked pheasant and Japanese quail AHR1 LBD 26 sequences (residues 235-402) were searched against the PDB using PSI-BLAST 27 to identify the templates. The most significant alignments were HIF-2α (PDB ID: 28 1P97) and the complex of HIF-2α + ARNT (PDB ID: 2A24). 29
30

1P97 2A24
Identity ( and quail AHR1 LBDs, respectively. The percent amino acids in the additional allowed region (yellow background) were 6.4%, 10.6% and 9.6 for chicken, pheasant and quail AHR1 LBDs, respectively. There were no amino acids in the generously allowed region (light yellow background) and only 1.1% in the disallowed region (white background). 
